Table S3. Strains used in this study.

Strain Genotype2 Source/Referencet
DH5a F—hsdR17 deoR recA1 endA1 phoA supE44 thi-1 Gibco BRL
gyrA96 relA1 A(lacZYA-argF)U169 ¢80dlacZAM15

TB10 MG1655 AAcro-bio nad::Tn10 [1]

MG 1655 rph-1ilvG rfb-50 2]

TB28 MG1655 AlaclZYA::frt (3]

GL38 MG1655 ArcsB::frt This studya
GL44 MG1655 ArelA::frt This study2
GL74 MG1655 ArfaP::Kan? This studya
GL76 MG1655 ArfaH:: Kanf This studya
GL82 MG1655 Apre:: KanR This studya
GL112 MG1655 Arnt:: Kan? This studya
GL120 MG1655 Aefp::KanR This studya
GL122 MG1655 AsspA::KanR This studya
AGO04 MG1655 Alpp::KanR This studya
HC408 MG1655 Aslt::KanR This studya
GL101 MG1655 AarcA::KanR This study2
GL90 MG1655 AgcvR::Kanf This study2
GL92 MG1655 Acrr::Kan? This study2
GL70 MG1655 AlepA::KanR This study2
GL72 MG1655 AtrxB::Kan?R This studya
GL124 MG1655 AcysE::Kan?R This studya
GL78 MG1655 Apgm::KanR This studya
GL84 MG1655 Anipl::Kanf This studya
GL80 MG1655 AopgH::Kanf This study2
GL206 MG1655 AnipD::KanR This studya



GL66 MG1655 AtufA::KanR This study2
GL204 MG1655 ArcsB::frt ArfaP::KanR This studya
GL205 MG1655 ArcsB::frt AnlpD::KanR This studya
GL203 MG1655 ArcsB::frt Alpp::KanR This studya
GL207 MG1655 ArelA::frt AtufA::KanR This studya
GL243 MG1655 ArelA::frt Aefp::KanR This studya
GL62 MG1655 ArcsB::frt Aslt::Kanf This studya
GL180 MG1655 ArelA::frt Aslt::KanR This studya
GL68 MG1655 AmepS::frt This study2
GL67 MG1655 AponB::frt This study2
TB153 TB28 AmepS::KanR This study2
DL84 TB28 Aprc::frt This study2
HC604 TB28 Aprc::frt AmepS::Kan” This study2
TU278 TB28 AlysA::frt AampD::frt [4]

HC533 MG1655 AlysA::frt AampD::frt AponA::frt ApbpC::frt [5]

AmtgA::frt MSponB

& The indicated strains were generated by P1 transduction by moving the indicated gene replacement
alleles from the Keio collection [26] to the desired genetic background. In cases were the allele was
unavailable or incorrect in our copy of the collection, equivalent mutants were regenerated by

recombineering using strain TB10 and then transduced from this background. KanR cassettes are flanked
by frt sites for removal by FLP recombinase. An frt scar remains following removal of the cassette using
FLP expressed from pCP20.
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